1 is predicted to cause the inclusion of 59 inappropriate amino acids and premature termination, shown underneath the alignment. The deletion due to skipping of exon 3 found in the UK family ( Figure 1C ) is marked by a zigzag. There exist at least two alternative splice variants of the human SLC9A6 gene, 2 with up to three further variants currently apparent from manual and automated genome annotations (www.ensembl.org). The longer variant (accession number NM_001042537), which uses an alternative donor splice site in exon 2, was used for the alignment shown here. 
